Abstract
Source of material

Experimentaldetails
Ha toms were located by difference fourier techniques, but refined with fixed individual displacement parameters, using ariding model with d(C-H) ranging from 0.93 to 1.00 Å. Hatoms of hydroxyfunctions were refined free, because of their relevance in hydrogen bond interactions. In addition,the methyl groupisallowedtorotatebut nottotip.The Flackparameteris0.01(4) [7] , which is in accordance with the absolute configuration resulting from the synthetic pathway.
Discussion
The title compound (figure, top) crystallizes with one independent ion pair in the asymmetric unit of the acentric space group P2 1 2 1 2 1 .Asexpected, the piperidine ring system shows achair conformation. The packing diagram (figure, bottom)s hows a complex network of intermolecular hydrogen bonds, where the chloride anion works as threefold acceptor. The H1×××Cl1 distance is 2.22 Åand the related angle N1-H1×××Cl1 is 151°. The distances of H2A×××Cl1 and H4A×××Cl1 are 2.23(2) Åand 2.32(2) Åand the related angles O2-H2A×××Cl1 and O4-H4A×××Cl1 are 177(2)°and 165(2)°, respectively. Twomore intermolecularhydrogen bonds are built up between two hydroxy functions, with distances H1C×××O3 of 1.80(2) Åand H3A×××O2 of 2.06(2) Å. The related angles O1-H1C×××O3 and O3-H3A×××O2 are 175(2)°and 158(2)°, respectively.The bc-view of the cell plot (figure, bottom)shows an alternate layer-type organization of the structure, built up by the piperidine moieties and the chloride anions. The layers have a diagonal orientation in the ab-plane and the stacking vector extends along the bc-diagonal. Cl ( 
